Using 5′ rapid amplification of cDNA ends, Illumina MiSeq, and basic flow cytometry, we systematically analyzed the expressed B cell receptor (BCR) repertoire in 14 healthy adult PBMCs, 5 HIV-1+ adult PBMCs, 5 cord blood samples, and 3 HIS-CD4/B mice, examining the full-length variable region of μ, γ, α, κ, and λ chains for V-gene usage, somatic hypermutation (SHM), and CDR3 length. Adding to the known repertoire of healthy adults, Illumina MiSeq consistently detected small fractions of reads with high mutation frequencies including hypermutated μ reads, and reads with long CDR3s. Additionally, the less studied IgA repertoire displayed similar characteristics to that of IgG. Compared to healthy adults, the five HIV-1 chronically infected adults displayed elevated mutation frequencies for all μ, γ, α, κ, and λ chains examined and slightly longer CDR3 lengths for γ, α, and λ. To evaluate the reconstituted human BCR sequences in a humanized mouse model, we analyzed cord blood and HIS-CD4/B mice, which all lacked the typical SHM seen in the adult reference. Furthermore, MiSeq revealed identical unmutated IgM sequences derived from separate cell aliquots, thus for the first time demonstrating rare clonal members of unmutated IgM B cells by sequencing.
Using 5′ rapid amplification of cDNA ends, Illumina MiSeq, and basic flow cytometry, we systematically analyzed the expressed B cell receptor (BCR) repertoire in 14 healthy adult PBMCs, 5 HIV-1+ adult PBMCs, 5 cord blood samples, and 3 HIS-CD4/B mice, examining the full-length variable region of μ, γ, α, κ, and λ chains for V-gene usage, somatic hypermutation (SHM), and CDR3 length. Adding to the known repertoire of healthy adults, Illumina MiSeq consistently detected small fractions of reads with high mutation frequencies including hypermutated μ reads, and reads with long CDR3s. Additionally, the less studied IgA repertoire displayed similar characteristics to that of IgG. Compared to healthy adults, the five HIV-1 chronically infected adults displayed elevated mutation frequencies for all μ, γ, α, κ, and λ chains examined and slightly longer CDR3 lengths for γ, α, and λ. To evaluate the reconstituted human BCR sequences in a humanized mouse model, we analyzed cord blood and HIS-CD4/B mice, which all lacked the typical SHM seen in the adult reference. Furthermore, MiSeq revealed identical unmutated IgM sequences derived from separate cell aliquots, thus for the first time demonstrating rare clonal members of unmutated IgM B cells by sequencing.
Keywords: B cell repertoire, deep sequencing, hiV, cord blood, humanized mouse inTrODUcTiOn The B cell receptor (BCR) repertoire is immense due to V(D)J recombination and additional diversification mechanisms such as non-templated junction formation, class switching, and somatic hypermutation (SHM). Though B cells have been extensively characterized by cell surface marker staining (1) , flow cytometric phenotyping has rarely been accompanied by BCR sequencing, which determines B cell diversity, antigenic specificity and binding affinity. Early Sanger sequencing (2, 3) provided limited numbers (hundreds to thousands) of BCR sequences but recent next-generation sequencing (NGS) provided up to 10 6 reads per individual with 454 pyrosequencing and up to 10 7 reads per individual with Ion Torrent and Illumina (4) (5) (6) . In addition, 5′ rapid amplification of cDNA ends (RACE) was introduced to reduce PCR bias by incorporating a known 5′ oligo sequence in the reverse transcribed cDNA (7) . With these advances, BCR sequencing and characterization has been applied to adult PBMCs (8) (9) (10) (11) (12) , individual libraries (13, 14) , HIV-1+ individuals (15) (16) (17) (18) (19) , and adults before and after vaccination (20, 21) , commonly reporting the BCR V-gene usage, SHM, and CDR3 length. However, these studies were often oriented to specific questions, limited to one to four individuals, covering only part of the BCR variable region, or γ chain only, and lacked phenotyping of the B cells sequenced. Therefore, characterization of general B cells and BCRs remains largely incomplete for healthy adults. A more fully characterized reference BCR repertoire representing healthy adult PBMCs accompanied with basic immunophenotyping is urgently needed for comparisons with infectious diseases and other B cell-related conditions to identify potential changes at the BCR repertoire level. A BCR reference is also needed for comparisons with humanized mice that are frequently used to study the human immune system (HIS). Here, we examined the BCR repertoire of a HIS mouse model, the HIS-CD4/B mice (22) , in which development of human CD4+ T cells and B cells is enabled by adeno-associated virus-based gene transfer (23) to transduce mice with genes encoding HLA class II and selected human cytokines. Because purified human CD34+ hematopoietic stem cells from fetal liver or cord blood samples were used to inject highly immunodeficient mice that lacked murine T and B cells, we included cord blood analysis for comparison.
The focal purpose of this study is to apply the state-of-art 5′ RACE PCR and Illumina 2 × 300 bp paired-end MiSeq platform to systematically examine full-length BCR variable region of μ, γ, α, κ, and λ chains with close to 10 7 reads per individual to establish the reference BCR repertoires in healthy adults and cord blood samples. We then compared the repertoires of HIV-1+ subjects to the adult reference and compared the repertoires of HIS-CD4/B mice to cord blood. We aim to address three questions: (1) what is the reference V-gene usage, SHM, and CDR3 length in adult PBMCs, and how much variation exists among individuals? (2) How do BCR repertoires of HIV-1+ subjects compare to this reference? (3) How do BCR repertoires vary among HIS-CD4/B mice, cord blood cells, and adult PBMCs?
After antigenic activation and clonal expansion, clonal variants of the responded B cells are commonly found both by antigen-specific B cell sorting (24) (25) (26) and by NGS (27) (28) (29) . However, before encountering an antigen, naïve B cells have not been clonally expanded, and thus replicates of naïve B cells are rare. Because of this rarity, it is almost impossible to find naïve B cell replicates generated during homeostatic expansion by single B cell sorting, yet it remains to be determined whether they could be identified by NGS, which covers hundreds of thousands to millions of sequencing reads. The available NGS data in this study allowed an initial attempt to address this question.
MaTerials anD MeThODs human samples, and samples From humanized Mice
Adult blood and cord blood samples were purchased from the New York Blood Center. Five HIV-1-infected PBMC samples (Table S1 in Supplementary Material) were obtained from two study cohorts: the Aaron Diamond AIDS Research Center Acute and Early HIV-1 Infection Cohort (30) and the Montreal Primary HIV-1 Infection Cohort (31, 32) . All patient samples were collected under Institutional Review Board (IRB) approved protocols. The HIS-CD4/B mice have been previously reported (22, 23) . Briefly, NOD.Cg-Prkdc scid IL2rg tmWjl /Sz (NSG) mice were purchased from The Jackson Laboratories and maintained under specific pathogen-free conditions in the animal facilities at the Comparative Bioscience Center of The Rockefeller University. All animal experiments were carried out in strict accordance with the Policy on Humane Care and Use of Laboratory Animals of the United States Public Health Service. The protocol was approved by the Institutional Animal Care and Use Committee at The Rockefeller University (Assurance #A3081-01). Human fetal liver samples, from which CD34+ hematopoietic stem cells were purified, were obtained via a non-profit partner (Advanced Bioscience Resources, Alameda, CA, USA) without any information that would identify the subjects from whom the samples were derived. Therefore, IRB approval was not required for the use of these samples.
sample Preparation for 5′ race and Deep sequencing
Blood donor PBMCs, cord blood cells, and HIS-CD4/B mouse splenocytes were isolated using Ficoll-Pacque, with ACK buffer lysing red blood cells. The cellular mRNA was extracted using the Oligotex Direct mRNA Mini Kit (Qiagen), eluted in 200 µl buffer, and concentrated to 10-25 µl using Ultra 0.5 ml Centrifugal filters (Amicon). For 5′ RACE cDNA synthesis, each 10 µl mRNA was mixed with 1 µl Oligo dT12-18 at 12 µM (Life Technologies) at 70°C for 1 min and then −20°C for 1 min, followed by addition of 1 µl SMARTer Oligo at 12 µM (Clontech), 4 µl 5× first-strand buffer, 1 µl DTT at 20 mM, 1 µl dNTP at 10 mM each, 1 µl RNaseOUT, and 1-3 µl SuperScript II (Life Technologies). The mixtures were incubated at 42°C for 2 h and then passed through a PCR cleanup spin column (Machery-Nagel).
To maximize the use of precious clinical specimens, we amplified the variable regions of μ, γ, α, κ, and λ chains together from a single cDNA template equivalent to transcripts from 3-5 million cells, using the KAPA HiFi qPCR kit (KAPA Biosystems) with a universal 5′ RACE primer IIA (Clontech), 5′AAGCAG TGGTATCAACGCAGAG 3′, and a mixture of gene-specific 3′ primers: 3′ Mu-R, 5′ ATTCTCACAGGA GACGAGGGGGAAAA GGGTTG 3′; 3′ Gamma-R, 5′ GGGGAAGACCGATGGGCCCT TGGTGGARG 3′; 3′ Alpha-R, 5′ CGGGAAGACCTTGGGGCT GGTCGG 3′; 3′ Kappa-R, 5′ GGAAGATGAAGACAGA TGGTGC AGCCACAG 3′, and 3′ Lambda-R, 5′ CCTTGTTGGCTTGRAG CTCCTCAGAGGAGG 3′. Primers each contained a unique 8 bp Illumina barcode for demultiplexing after Miseq sequencing. For PBMCs, the PCR cycling conditions were 98°C for 45 s, 16-22 cycles of 98°C for 15 s, 65°C for 30 s, and 72°C for 45 s, followed by 72°C for 3 min. For HIS-CD4/B mice and cord blood samples, 18-25 cycles were used due to fewer B cells in these samples. The PCR products were loaded on 2% E-gels (Life Technologies) for visualization and extraction, with a final buffer exchange using the PCR Micro Kit (Life Technologies). The eluted PCR DNA was used for Illumina MiSeq library preparation and 2 × 300 bp paired-end indexed sequencing at the Rockefeller University Genomics Resource Center or the New York Genome Center, with two to three PCR samples multiplexed per run.
Bioinformatics analyses and Pipeline
The raw 2 × 300 paired-end reads from Illumina MiSeq were processed as follows:
(1) demultiplexing: the 8-bp Illumina barcodes were used to split reads by individual and by μ, γ, α, κ, and λ chains. To account for the imperfect initial incorporation of nucleotides during primer synthesis, we also included reads with partial barcode (minimum 4 bp) and the adjacent 4-bp primer sequence. In indexed library runs, reads with a minimum 8-bp primer sequence were also included. (2) initial IGBLAST to identify BCR reads and join paired-ends: to remove non-BCR reads, we ran an initial in-house IGBLAST 1 using a germline database of only functional V-genes from IMGT, 2 rejecting reads with a bitscore <75 that indicates a match to less than 50 bp of BCR sequence. We also used the IGBLAST results to orient the paired-end reads. Poor quality bases with Qscore ≤3 were clipped using NESONI Clip 3 that also removed reads with <25 bp remaining in either end. We then merged paired-end reads having ≥10 bp overlap with at least 90% identity, or having 9-19 bp overlap with at least 80% identity, using SEQTK. For heavy chain reads that failed, we raised the quality clipping to Qscore ≤10 and repeated the overlapping joining step. We separately processed the non-merged heavy chain reads after Qscore ≤10 clipping by concatenating the paired-end reads using ILLUMINA PAIREDEND. (3) second IGBLAST and IMGT HighV-quest for joined reads: we ran a second in-house IGBLAST on the merged or concatenated reads to infer the germline V-gene and calculate the V-gene mutation frequency up to the highly conserved cysteine at the end of framework region (FR) 3. We retained the heavy chain reads with an alignment length of ≥275 bp, κ chain reads ≥245 bp, and λ chain reads ≥255 bp (including gaps) to ensure reliable alignment. Of the concatenated non-merged heavy chain reads, we only retained those aligned to a germline V-gene with a gap, reasoning that these reads failed the overlapping criteria due to the gap but not poor sequencing quality or mispairing. IMGT HighV-quest 4 was then used to report CDR3 length and number of total and non-silent mutations in each FR and CDR1 and CDR2. From the IMGT HighV-quest results, we removed reads with stop codons, missing the cysteine at the end of FR3, or missing an IMGT-reported CDR3. To recover additional heavy chain reads with long CDR3s, we separately calculated the CDR3 length for all non-merged heavy chain reads after Q10 clipping, searching for the 1 
analysis of Previously Deposited 454 Pyrosequencing Data
To include additional HIV-1-infected individuals for SHM comparisons, we examined μ and γ chain reads from six previously published 454 pyrosequencing datasets (Table S2 in Supplementary Material) (27, 29, (33) (34) (35) . Because these datasets were limited to the VH1 gene family, we used the VH1 data from our Illumina datasets for comparisons. To analyze the 454 reads, we removed those shorter than 300 bp and separated the μ and γ reads with a 24 bp motif unique to μ 5′ GGGAGTGCATCCGCCCCAACCCTT 3′ or γ 5′ GCCTCCACCAAGGGCCCATCGGTC 3′ constant regions, retaining reads with at least 21 bp identical to either motif. The reads were then processed using IGBLAST and IMGT HighV-quest. After outlier vetting as described above, the calculated VH1 SHM values were plotted. The common homopolymer errors in 454 pyrosequencing will not impact SHM calculations because our pipeline successfully aligns all reads to the germline V-genes with insertions and deletions that are excluded from the hypermutation calculation. From each sorted cell, the variable regions of IgM heavy and light chains were amplified by RT-PCR (36) . Briefly, frozen plates with single B cell RNA were thawed at room temperature, and RT was carried out by adding into each well 3 µl random hexamers at 150 ng/µl (Gene Link, Hawthorne, NY, USA), 2 µl dNTP, each at 10 mM, and 1 µl SuperScript III (Invitrogen), followed by 42°C for 10 min, 25°C for 10 min, 50°C for 60 min, and 94°C for 5 min. After RT, 25 µl water was added to each well to dilute cDNA. The μ, κ, and λ chain variable regions were amplified independently by nested PCR in 50 µl, using 5 µl cDNA as template, HotStarTaq Plus DNA polymerase (Qiagen) and primers or primer mixes described (26, 36) . Cycler parameters were 94°C for 5 min, 50 cycles of 94°C for 30 s, 52-55°C for 30 s, and 72°C for 1 min, followed by 72°C for 10 min. PCR amplicons were inspected on a precast 2% agarose gel (Embi Tec) and subjected to direct Sanger sequencing. Sequences were trimmed of low quality using Geneious v.8.1, followed by the in-house IGBLAST to include only unmutated sequences.
ngs analysis to Find replicate Unmutated igM B cell sequences
With the unmutated IgM sequences obtained by single-cell sorting and Sanger sequencing as described above, we searched for identical reads in MiSeq data from the same donor but different aliquots of cells. The final processed reads were used for this search by Geneious v.8.1 assembler, allowing at most two nucleotide differences for potential sequencing errors. For μ reads, we also searched against only the CDR3 sequence, allowing at most two nucleotide differences for sequencing error, to maximize the chance of finding identical VDJ recombination.
illumina Miseq Data Deposit
The Illumina MiSeq sequence data used in this study have been deposited in the NCBI Sequence Read Archive 5 under accession SRP111345.
statistical analysis
R and GraphPad Prism 6 were used for statistical analysis. Twotailed Wilcoxon rank sum tests were used to compare values between groups. Additionally, median distribution curves were calculated for V-gene mutation frequencies and CDR3 lengths of each study group and compared by Wilcoxon rank sum tests, using a mixed-effects model for each decile bin (e.g., Q0-Q10, Q10-Q20, Q20-Q30, etc.) of % total reads. The mixed-effects model was applied on the ranks of data with subject as a random effect and with group as a fixed effect, since each decile bin can contain multiple data measures from the same subject. P values of 0.05-0.1 were considered trends, and P values of <0.05 were considered statistically significant. FDR (false discovery rate) adjusted P values were also reported to correct for multiple testing.
resUlTs

Basic Flow cytometric immunophenotyping
By flow cytometry, we analyzed the B cell phenotypes of 14 blood donor PBMCs, five HIV-1+ PBMCs, five cord blood, and three HIS-CD4/B mice. We first examined blood donor PBMCs for proportions of CD3−CD19+ B cells expressing IgM, IgD, IgG, or IgA, along with CD27 (Figures S1.1-S1.14 in Supplementary Material, panel 1). The majority (>60%) of B cells in blood donor PBMCs were IgM + or IgD+, followed by IgG+ and IgA+ B cells each at about 10%; CD27 expression was minimal on IgM+ or IgD+ cells, while about half of IgG+ and IgA+ cells expressed CD27, supporting CD27 as a memory marker (37) . The precious HIV-1+ PBMCs were processed differently for antigen-specific B cells; included here are IgM, IgG, or CD27 staining data for CD3−CD19+ B cells ( Figure S1 .15 in Supplementary Material), which appeared phenotypically similar to those in blood donor PBMCs, with the caveat that a different flow cytometer was used. In cord blood cells (Figures S1.16-S1.20 in Supplementary Material, panel 1), however, IgG+ and IgA+ cells were sharply reduced to <1%, and accordingly, CD27 was hard to detect (38) . For blood donor PBMCs and cord blood where excess cells were available, a second staining panel was included, examining human CD34 for stem cells that were absent in adult PBMCs but present in cord blood (Figures S1.1-S1.14 and S1.16-S1.20 in Supplementary Material, panel 2). In "panel 2" CD3−CD19+ B cells, we also examined CD27+CD38+ plasmablasts, which were generally lacking in both adult PBMCs and cord blood. In 
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"panel 2" CD3+ T cells, the proportions of CD4+ T cells were generally greater than CD8+ T cells in both adult PBMCs and cord blood, with the exception of blood donor #5, of which the proportion of CD8+ T cells was greater than CD4+ T cells. The three HIS-CD4/B mice were analyzed using splenocytes collected at 26 weeks after human stem cell engraftment and all three mice had human CD3−CD19+ B cells ( Figure S1 .21 in Supplementary Material). While mouse #770 was naïve and lacked CD38+ plasmablasts, mouse #771 was sampled 9 days after injection with sheep red blood cells and mouse #755 was sampled 10 days after two immunizations of a malaria protein (22) , thus both showed CD38+ cells, indicative of plasmablasts.
human Bcr V-gene Usage
To maximize the use of cells, we amplified μ, γ, α, κ, and λ chains together, and the study samples were sequenced in a total of 22 MiSeq runs (Table 1) , with some samples run multiple times. For samples with multiple runs, the data were consistent across runs and, therefore, combined for final plots. To characterize the authentic BCR repertoire, we intentionally applied the full data, including duplicate and clonally related sequences that are part of the BCR repertoire in the samples analyzed, particularly in clonally expanded IgG and IgA expressing cells. We first examined the V-gene family usage for μ, γ, α, κ, and λ chains among 14 blood donors ( Figure 1A) . For μ, γ, and α chains, the most commonly used were VH1, VH3, and VH4 families. For κ, the most commonly used belonged to VK1 and VK3, followed by VK2 and VK4. For λ, VL1, VL2, and VL3 were most used. We also examined five HIV-1+ subjects (Table S1 in Supplementary Material) for μ, γ, κ, and λ and found similar overall V-gene family usage between blood donors and HIV-1+ donors but with increased VH1 usage for γ and increased VL1 usage for λ ( Figure 1A) .
We included α chain (or IgA) for only three HIV-1+ samples; based on these limited samples, the VH4 family showed a trend toward decreased usage compared to the blood donor controls ( Figure 1A) . Because HIS-CD4/B mice contained reconstituted human CD4+ T cells and B cells, we sequenced the human BCR repertoires from the splenocytes of three HIS-CD4/B mice ( Table 1) . For comparison, we also sequenced the BCR repertoires from five human cord blood samples. Compared to adult PBMCs, the numbers of IgA and IgG expressing B cells in cord blood were sharply reduced as shown in Figures S1.16-S1 .20 in Supplementary Material. Consequently, there was no specific α chain amplification by 5′ RACE PCR and only 10 3 -10 4 γ chain sequences were recovered from each cord blood sample ( Table 1) . We thus only examined μ sequences for cord blood heavy chain V-gene usage. As in adult PBMCs, the most commonly used V-gene families in cord blood and HIS-CD4/B mice remained VH1, VH3, VH4, VK1, VK3, VL1, VL2, and VL3 ( Figure 1B) , with changes of increased VH1, VK1, and VL2 use and decreased VH3, VK4, and VL1 use in cord blood compared to adults ( Figure 1B) . Similar to cord blood, increased VK1 and decreased VL1 use was also noted in the three HIS-CD4/B mice, with additional increased VH2 and VL3 use relative to both cord blood and adults ( Figure 1B) .
For individual V-gene usage, we only included functional human V-genes from the IMGT database (see text footnote 2). In adult blood donors, of 48 heavy chain V-genes, 8 were commonly used (≥5% in μ, γ, or α), namely VH1-2, VH1-69, VH3-7, VH3-23, VH3-74, VH4-34, VH4-39, and VH4-59 (Figure 2A) . Of 22 κ V-genes, 6 were commonly used (≥10% each), including two VK1 genes (VK1-5 and VK1-39), all three VK3 (VK3-11, VK3-15, and VK3-20), and the only VK4 gene (VK4-1). Of 33 λ V-genes, VL2-14 was the most commonly used, followed by 9 other λ V-genes (>4% each), including VL1-40, VL1-44, VL1-47, VL2-8, VL2-11, VL2-23, VL3-1, VL3-21, and VL3-25. These V-genes were also commonly used in HIV-1+ samples, with overall usage similar to blood donor controls (Figure 2A) . Statistical significant or trend differences of >3% were observed for VH1-69 in μ, VH3-7 in γ, and VL1-47 in λ. Though not significant, lower use of VH4-34 and VH4-39 in α (Figure 2A , middle α panel) might account for the trend of underused VH4 family in HIV-1+ samples ( Figure 1A, middle α panel) . The individual V-gene usage patterns of cord blood and HIS-CD4/B mice were generally similar to each other and consistent with those of adults ( Figure 2B) . However, compared to adults, increased use of VH1-2, VK1-39, VL2-14, and VL2-23 were observed in cord blood, with decreased use of VH3-23, VK4-1, and VL1-44, corresponding to changes in V-gene family use noted above. For HIS-CD4/B mice, we noted higher use of VH3-21, VK1-12, and VL2-11 in mouse #771, higher use of VK3-15 in mouse #755, and higher use of VL3-10 in both mice #770 and #755.
human Bcr shM
The BCR V-gene mutation frequency was calculated by aligning reads to their putative germlines. In blood donor PBMCs, we found that large portions (30-75%) of μ sequences were unmutated, likely originated from naïve B cells. The μ mutation frequency, similar across all 14 blood donors, did not follow normal distribution but followed a pattern with read numbers sharply tailing off with increased mutation frequencies ( Figure 3A, top μ left panel) . Roughly separated by a sudden drop of read numbers to <0.1% shown in the log plot ( Figure 3A , top μ middle panel), hypermutated μ reads, >17% mutated, constituted a small fraction of total μ chains and were commonly found in blood donors, a finding not reported previously; in contrast, the previously reported μ chain mutation frequencies were 15% or less (37, 39, 40) . For γ and α reads, the majority were hypermutated as expected, and their mutation frequencies in linear plots ( Figure 3A , γ and α left panels) nearly followed the normal distribution, with peaks at 5-14%. Again, albeit at small fractions (<0.1%) shown in the log plots ( Figure 3A , γ and α middle panels), hypermutated γ and α sequences contained >22% mutations, compared to >17% for μ chains, and were not well documented in healthy adults previously. Light chains were less mutated than heavy chains. In blood donor PBMCs, unmutated κ and λ reads were common, likely due to their origin from naïve B cells; mutated κ and λ reads showed peak mutation at 3-4% ( Figure 3A , κ and λ left panels). Nonetheless, small fractions (<0.1%) of light chains were also heavily mutated, with >17% mutations in blood donor PBMCs shown in the log plots ( Figure 3A , κ and λ middle panels).
Of the five HIV-1+ samples analyzed in this study, we plotted their μ, γ, α, κ, and λ V-gene mutation distributions on top of the 14 blood donor controls ( Figure 3A) . The mutation frequencies of MT1214 (in brown) and MT8004 (in purple) were the highest and apparently elevated compared to blood donor controls. To compare V-gene mutation frequency between blood donors and HIV-1+ donors, we first calculated the median mutation frequency for each individual and used Wilcoxon rank sum tests for comparison. The HIV-1+ samples showed higher median mutation frequencies than blood donors, reaching statistical significance for μ and κ chains but not for γ, α (with only three HIV-1+ samples) and λ chains ( Figure 3A, right panels) . To increase the sample size, we included μ and γ VH1 sequences from previously published 454 data (27, 29, (33) (34) (35) from six additional HIV-1 chronically infected individuals who developed bnAbs (Table S2 in Supplementary Material). Combined with the five HIV-1+ samples in this study, a total of 11 HIV-1+ samples showed higher VH1 μ and γ median mutation frequencies than blood donors, but the differences did not reach statistical significance ( Figure S2 in Supplementary Material). We then plotted the median distribution curves for blood donors (in gray) and HIV-1+ samples (in red) and applied a mixed-effects model to compare mutation ranks for each decile bin of % total reads between the two groups ( Figure 3A, right panels) . The median mutation distribution curves for HIV-1+ samples were higher than those of blood donors at higher mutation frequencies across μ, γ, α, κ, and λ chains, with at least three decile bins showing significance; this was also the case for VH1 μ and γ comparisons with 11 HIV-1+ samples ( Figure S2 in Supplementary Material). Together, these data supported increased V-gene mutation frequencies in HIV-1+ samples compared to blood donors.
The μ mutation frequencies of cord blood samples and HIS-CD4/B mice were similar to adults in that all μ sequences were Deep Sequencing of Human BCR Frontiers in Immunology | www.frontiersin.org
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FigUre 2 | Continued primarily unmutated, although cord blood and HIS-CD4/B mice showed even lower μ mutation frequencies than those in adult PBMCs, with the cord blood data reaching statistical significance ( Figure 3B , μ panels). However, unlike those in adult PBMCs, the vast majority of γ sequences were unmutated in cord blood (based on the limited number of γ sequences obtained from cord blood as specified in Table 1 ) and in HIS-CD4/B mice ( Figure 3B, γ panels) . For the three HIS-CD4/B mice with α data, the vast majority of α sequences were also unmutated in contrast to the hypermutated α sequences in adults ( Figure 3B, α panels) . Likewise, the three HIS-CD4/B mice and five cord blood samples showed greatly reduced light chain hypermutation relative to adults, with unmutated light chain sequences making up >90% of reads and few (~0.1%) having >4% mutations, as shown in the log plots ( Figure 3B , κ and λ panels). The stark differences in median mutation frequencies all reached statistical significance for γ, α, κ, and λ between the primarily unmutated cord blood and the primarily hypermutated adult PBMCs ( Figure 3B , right panels), obviating a need for the decile bin analysis. For blood donor sequences, we separately examined the number of total and non-silent mutations in IMGT-defined FR1, CDR1, FR2, CDR2, and FR3 across V-gene ( Figure S3 in Supplementary Material). For the primarily unmutated μ chain, mutation numbers were low across regions. For γ and α chains, mutations were concentrated in CDR1 and CDR2, followed by FR3 as the most mutated among FRs. For light chains, CDR1 remained more mutated than FRs; however, CDR2 mutations cannot be compared to other regions because the IMGT-defined light chain CDR2 typically contains only 9 bp-much shorter than the 30 bp assigned to CDR2. Among light chain FRs, FR2 appeared the most mutated. Non-silent mutations commonly made up 60-70% of total mutations, and the distribution patterns of the two agreed among regions. Comparing to blood donors, the HIV-1+ samples showed significant or trend increases in mutations in μ FR3, γ FR1, and κ all three FRs ( Figure S3 in Supplementary Material). Hence, in agreement with a previous report (41) , the elevated V-gene mutations in chronic HIV-1+ subjects with bnAbs were preferentially added in FRs, not in CDR1 and CDR2.
human Bcr cDr3 length
Because CDR3 is the most diversified region of BCR, we examined the CDR3 length distribution. In blood donors, the heavy chain CDR3 lengths were similar among μ, γ, and α sequences and followed the normal distribution ( Figure 4A) . The distributions were generally smooth, with few individuals having spikes, Arrows indicate the mutation levels where the number of reads sharply dropped in blood donors. Right panels indicate comparisons of median mutation values (scatter plotted gray circles for blood donors and color circles for HIV-1+ donors, with median and interquartile ranges). Right panels in (a) also show median V-gene mutation frequency curves (gray for blood donors and red for HIV-1+ donors), with median and interquartile ranges indicated for each decile bin of % total reads where the two groups separate. Asterisks indicate significant differences, with red asterisks indicating significance based on FDR adjusted P values.
to a lesser extent for μ but more so for γ and α. All three classes of heavy chain CDR3 lengths peaked at 12 amino acids by Kabat definition. Long heavy chain CDR3s >24 amino acids were found in all analyzed blood donors at frequencies of <0.1% of total reads, and the longest reached 42 amino acids. For light chains, CDR3 lengths tightly clustered at 9 amino acids for κ and 10 or 11 amino acids for λ (Figure 4A) . Light chain long CDR3s >20 amino acids were detected in <0.1% of total reads and were more common for κ than λ. Similar to blood donors, small numbers of sequences (<0.1%) in all examined HIV-1+ samples ( Figure 4A ) contained long CDR3s (>24 amino acids for heavy chains and >20 amino acids for light chains), and the longest heavy chain CDR3 reached 49 amino acids in one HIV-1+ sample. From the overlay plots, there was not an obvious difference between blood donors and HIV-1+ donors; however, compared to blood donors, the median CDR3 lengths were 1-2 amino acids longer for γ, α, and λ in HIV-1+ samples ( Figure 4A, right panels) . In agreement, the μ and κ median CDR3 length distribution curves overlapped between the two groups; the γ, α and λ median curves slightly shifted to the right (being slightly longer) for the HIV-1+ group, reaching statistical trend or significance for at least one decile bin of % total reads compared ( Figure 4A, right panels) .
In cord blood, because of the low numbers of IgG and IgA switched B cells, we focused on μ sequences, of which the CDR3 length distribution was highly similar to adults, peaking at 11-12 amino acids ( Figure 4B) . In contrast to the relatively smooth distributions of μ CDR3 length in adults and cord blood, the three HIS-CD4/B mice each showed one to two spikes at certain CDR3 lengths, suggesting a potential selection of B cells with these CDR3 lengths in these mice ( Figure 4B) . This difference was more obvious for γ and α chains. Based on the limited numbers of γ sequences from cord blood, 4 out of 5 cord blood samples each showed one to two spikes at certain CDR3 lengths; likewise, each HIS-CD4/B mouse also showed at least one spike for γ and α ( Figure 4B) . Therefore, compared to adults, class-switched B cell clones in cord blood and HIS-CD4/B mice appeared relatively less diversified based on their less continuous CDR3 lengths. Despite these differences, HIS-CD4/B mice and cord blood did contain small numbers (<0.1%) of heavy chain CDR3s reaching 24 amino acids and longer, a property shared with the adult BCR repertoire. Light chain CDR3 length distributions in HIS-CD4/B mice and cord blood were similar to those of adults, with rare long light chain CDR3s >20 amino acids found for κ but not for λ ( Figure 4B, κ and λ panels) .
searching for Unmutated igM Bcr replicates in ngs
To examine the possibility of identifying unmutated IgM BCR replicates in NGS, we first sorted IgM+IgG−IgD+ B cells ( Figure 5A ) from blood donors #1, #3, and #5, and cord blood samples #1 and #2, and recovered dozens of unmutated IgM BCR sequences from each sample, with paired heavy and light chains ( Figure 5B) . These random B cell sortings did not yield any identical or replicate unmutated μ chains but occasionally recovered a few identical κ or λ light chain sequences. We then searched 24-70 unique unmutated μ sequences, 10-47 κ, and 9-17 λ sequences from each subject for replicate reads in the NGS data generated from a separate aliquot of cells. The numbers of cells used to generate NGS reads were estimated to be 0.1-1.1 million IgM+ B cells ( Figure 5B) . We successfully found replicates in NGS for most of the light chain sequences searched: 117 out of 121 unmutated κ and 41 out of 48 unmutated λ (Figure 5B) . The number of replicate NGS reads for each light chain was commonly large, from hundreds to thousands. Searches for matching μ sequences, however, were much more challenging. Among the five samples examined, we found matching NGS reads from two samples, blood donor #5 and cord blood #2, each with a single unmutated μ sequence, BD5_C8_μ and CB2_D11_μ, respectively. The number of replicate μ reads was 43 matching BD5_C8_μ and 86 matching CB2_D11_μ ( Figure 5B) . As expected, we also found in NGS identical light chain sequences paired with these two heavy chains. The number of replicate reads was 44 matching BD5_C8_κ and >1,000 matching CB2_D11_λ. Of the two B cells, we analyzed the V(D)J rearrangements of the paired μ and light chain sequences, verifying that both were unmutated BCRs ( Figure 5C ). Interestingly, different from the classical heavy chain VDJ rearrangements, junction analysis of CB2_D11_μ suggested a possible VJ rearrangement without D. To our knowledge, this type of sequence configuration has never been reported for BCR heavy chains. Heavy chains rearranged from direct V to J joining have only been reported in a D-gene-less mouse model (42) . Our finding of a physiological example supports the possibility of this unusual sequence configuration and calls for further investigation. We note that the CB2_D11_μ sequence came from a cord blood sample; whether this type of heavy chain is unique to cord blood remains to be determined. Given the observation that the NGS data contained replicates for many light chains but not their paired μ chains, these data suggest that it is common for unmutated IgM+ cells to share identical light chains.
DiscUssiOn
Advances in unbiased PCR and NGS technologies have made the characterization of the immense BCR repertoire more realistic. Here we used 5′ RACE PCR and Illumina MiSeq 2 × 300 bp paired-end indexed sequencing to characterize the human reference BCR from 14 blood donor PBMCs, reporting the BCR features of V-gene usage, V-gene mutation frequency, and CDR3 length using reads spanning the full variable region, with parallel immunophenotyping. In addition to γ chain, we included the less studied μ, α, κ, and λ chains and found that the μ, κ, and λ chains each exhibited specific characteristics, and that the α chain characteristics were broadly similar to γ. Because of individual variations, the exact ranking of the use of each V-gene family varied among individuals. For example, though VH3 was the most commonly used in most individuals, VH4 could be more commonly used in some individuals. The individual variations emphasized the need of sampling multiple individuals to establish a reference BCR repertoire. Because genomic DNA was not sequenced, we were unable to associate the V-gene usage to gene duplications or deletions, which have been identified as common in human immunoglobulin heavy chain locus (43) . We were also limited in that the age and sex of the studied blood donors was unknown. For V-gene mutation frequencies, the large number of reads by Illumina MiSeq allowed for examining the extremes that have been missed or neglected in healthy adults. For SHM distributions across V-gene regions (by IMGT definition), blood donor sequences exhibited higher mutation frequencies in CDRs than FRs, as demonstrated long ago (44, 45) . As high levels of antibody SHM have been viewed as an unusual feature of HIV-1 bnAbs (46, 47) , our findings of highly mutated BCRs in blood donors suggest that common antigens that all humans encounter, or persistent viruses that all humans harbor, may also elicit B cell responses producing highly mutated antibodies or B cell memory. Thus, high levels of SHM seen in chronic HIV-1 and HCV infections (48, 49) are not so "unusual" or "atypical. " The CDR3 lengths were similar across μ, γ, and α chains, suggesting that class switching from IgM to IgG and IgA does not directly involve modifications in CDR3 length, and that individual IgG and IgA clonal expansions do not change the overall CDR3 length distribution. Long CDR3s were commonly found with >24 amino acids for heavy chain and >20 amino acids for light chain, particularly in κ sequences. These long κ CDR3s were discontinuous in distribution, and many appeared to be duplication of two CDR3s joined together. While multiple mechanisms including duplication of D segments (50-52) have been reported for long heavy chain CDR3 formation, mechanisms for long light chain CDR3s have not been addressed.
With the BCR reference established from 14 blood donors, we next compared it with five HIV-1+ donors. Though plasmablasts and B cell memory subsets have been reported altered in some HIV-1+ subjects (53, 54) , basic immunophenotyping of the general B cell compartment did not show a difference between HIV-1+ donors and blood donors. HIV-1 infection generally did not change V-gene use, with exceptions of lower VH1-69 use in μ, lower VH3-7 use in γ, and higher VL1-47 use in λ. Because VH1-69 has been shown to frequently encode high titers of HIV-1 antibodies directed to the CD4-induced co-receptor-binding site (55) (56) (57) , we speculate that the lower proportions of VH1-69 μ chains in HIV-1+ samples may reflect a preferential activation of VH1-69-encoding naïve B cells followed by a subsequent class switching to IgG, leading to an exhaustion of VH1-69-encoding naïve B cells in the repertoire. The mechanisms behind decreased VH3-7 γ and increased VL1-47 λ in HIV-1+ samples are unclear, though it has been shown that VH3-7 encodes an IgG1-switched HIV-1 bnAb VRC-PG05 that recognizes the immunological silent face of HIV-1 gp120 (58), and VL1-47 encodes a HIV-1 bnAb 1B2530 that likely targets the CD4 receptor-binding site (26) . While HIV-1 infection might not change the levels of SHM immediately, chronically infected individuals showed elevated mutation frequencies compared to blood donor controls, and the elevated V-gene mutations were preferentially added in FRs, not in CDR1 and CDR2, in line with a study showing FR mutations are required for HIV-1 bnAbs (41). The elevated SHM of IgG in HIV-1 chronic infection may occur with insertions and deletions (59, 60) ; if in CDR3, insertions and deletions will change the CDR3 lengths. Indeed, we found slightly longer median γ, α, and λ CDR3s in HIV-1+ donors relative to blood donors. These results are concordant with the importance of long heavy chain CDR3 in some HIV-1 bnAbs, allowing for reaching to deep and partially obscured regions of the HIV-1 envelope trimer (61, 62) .
For near-term fetuses and newborns, previous studies (63-68) reported similar V-gene usage and CDR3 length to adults but rare class-switching and lower SHM levels. Our study is the first using 5′ RACE and Illumina MiSeq for cord blood analysis with parallel immunophenotyping. Cord blood in a large part recapitulated the V-gene usage in adults. HIS-CD4/B mice also shared the same commonly used V-genes, indicating successful reconstitution of the overall human BCR repertoire in this mouse model. However, the V-gene mutation frequencies from cord blood or HIS-CD4/B mice were sharply reduced compared to adults. Though the impact of these differences for B cell function and antibody response is uncertain (69), the overall "naïve" BCR repertoires in humanized mice have not been recognized previously because of absence of data. Unlike those in adults, the heavy chain CDR3 length distributions in cord blood and especially in HIS-CD4/B mice were less smooth and less continuous, suggesting a potential over representation of recombined BCRs with certain CDR3 lengths. While HIS-CD4/B mice (22) may serve as a useful model for human immunological studies, these differences and limitations need to be taken into consideration.
With the available NGS data, we commonly found replicates for unmutated light chain sequences, likely due to the relatively limited diversity in light chains with only VJ recombination Table 1 . Symbol # notes that the μ reads were combined from two to three sequencing runs and that the B cell and IgM+ cell numbers were back calculated from the flow cytometric data of the corresponding samples. and some naïve B cells sharing common light chains; however, it was extremely difficult to find replicate unmutated μ chain sequences, likely due to the high sequence diversity of heavy chains resulting from VDJ recombination with unique D-genes and V-D/D-J junctions, and also due to the limited absolute numbers of IgM+ B cells (0.1-1.1 million) used to generate the NGS data. Albeit rare for μ chains and limited cells sampled, we found two unmutated μ chains and their paired light chain sequences in the NGS data with replicate reads. If these unmutated μ chains belong to naïve B cells, this finding would provide the first sequence evidence supporting that naïve B cells in peripheral blood are present as clones of cells, not as unique cells without clonal members. Though unlikely, we cannot rule out the possibility of independent identical VDJ rearrangements, given that a small number of identical BCR or heavy chain CDR3 sequences have been reported from different individuals (9, 70, 71) . Nonetheless, B cells bearing identical BCRs will likely function similarly regardless of homeostatic expansion or independent identical VDJ recombination. A recent study using a germline-targeting immunogen (72) sampled over 60 million naïve B cells from 15 healthy donor PBMCs to recover 27 naïve BCR sequences of interest, and none was reported to be identical to each other, although the study did not generate NGS data. To fully demonstrate the presence of identical naïve BCRs in peripheral blood, a more focused study sampling a larger number of B cells would be required. Our initial finding of two clonal unmutated IgM+ B cells implies that, to track B cell lineages of interest back in time, such as tracking HIV-1 bnAb lineages (73) (74) (75) , it is possible, though extremely challenging, to identify by NGS the corresponding unmutated IgM sequences, especially with limited amount of specimens.
While advances in NGS provide deeper insight into the BCR repertoire, limitations still exist. The Illumina 2 × 300 bp pairedend sequencing, when combined with 5′ RACE, still does not provide full-length coverage of all BCR variable regions, particularly for heavy chains with long CDR3. For example, using our bioinformatics workflow, while >70% of paired-end light chain reads were overlapping (indicating full-length coverage), only about 50% of paired-end heavy chain reads were overlapping. To address this problem, our workflow included non-overlapping heavy chain reads to specifically recover those with long CDR3s. Our findings of long CDR3 reads demonstrate the efficacy of our approach despite the sequencing length limitation. Another caveat to the sequencing method here is the loss of paired heavy and light chains, and thus naturally expressed antibodies or BCRs cannot be reconstituted based on the NGS data alone.
Though not yet readily available, new sequencing platforms are being developed to address this issue (76, 77) . As of today, NGS combined with single B cell sorting and sequencing, which maintains the heavy and light chain pairing information, is still the most practical and comprehensive system to study B cell lineages of interest. Furthermore, depending on the specific scientific questions, we did not separate identical or clonally related reads from unique reads that define individual B cell clones, and bioinformatics algorithms specific for this purpose have been developed (12, 78) . Finally, we did not incorporate unique molecular identifiers at the RT step, which may help to address PCR and sequencing errors (79) .
In summary, we established the reference BCR repertoire for μ, γ, α, κ, and λ chains in healthy adult PBMCs and cord blood cells, with basic B cell flow cytometry, providing B cell phenotype and BCR sequence information to be compared with those of diseases and humanized animal models for potential changes. Importantly, our results revealed sequence features that have been vaguely reported or underappreciated. The BCR repertoire comparison, however, is different from tracking B cell lineages over time. Since longitudinal samples are not always available, healthy controls or reference BCRs still set the standard to inform potential alterations in diseases at the repertoire level. 
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